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* * * 

One skilled in the art will readily appreciate that the present invention is well 
adapted to carry out the objects and obtain the ends and advantages mentioned, as 
30 well as those inherent therein. SICHO, as implemented above, is exemplary and is 
not intended as limiting the scope of the invention described herein. It will be 
readily apparent to one skilled in the art that varying alterations and modifications 
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may be made to the invention disclosed herein without departing from the scope and 
spirit of the invention. 

All patents, patent applications, and publications mentioned in the 
specification are indicative of the levels of those skilled in the art to which the 
invention pertains, and are hereby incorporated by reference to the same extent as if 
each individual publication was specifically and individually indicated to be 
incorporated by reference. 

The invention illustratively described herein suitably may be practiced in the 
absence of any element or elements, limitation, or limitations not specifically 
disclosed herein. The terms and expressions which have been employed are used as 
terms of description and not of limitation, and there is no intention that in the use of 
such terms and expressions of excluding any equivalents of the features shown and 
described or portions thereof, but it is recognized that various modifications are 
possible within the scope of the invention claimed. Thus, it should be understood 
that although the present invention has been specifically disclosed in various 
embodiments, modification and variation of the concepts herein disclosed may be 
resorted to by those skilled in the art, and that such modifications and variations are 
considered to be within the scope of this invention as defined by the appended 
claims. 

The invention has been described broadly and generically herein. Each of 
the narrower species and subgeneric groupings falling within the generic disclosure 
also form part of the invention. This includes the generic description of the 
invention with a proviso or negative limitation removing any subject matter from the 
genus, regardless of whether or not the excised material is specifically recited 
herein. 

Other embodiments are within the following claims. 
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